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ICBG # Ant Genus Figure 3 . Bacteria isolated from different genera of fungus-farming ants (isolate numbers color-coded by colony of origin) are predicted to have genes involved in PSC transformation (a) and are able to survive in the presence of eight PSC (b). (a) ko01220:m00539 corresponds to the cumate degradation module in the degradation of aromatic compounds pathway. ko01220:m00545 corresponds to the trans-cinnamate degradation module in the degradation of aromatic compounds pathway. ko00281 corresponds to the geraniol degradation pathway. ko00903 corresponds to the -pinene/limonene degradation pathway. The shared genes between the geraniol pathway and the -pinene/limonene pathway are K01692, K01825, and K01782. All of the pathways are presented as proportions with 1 being 100% of the genes predicted to be present and 0 being 0% of the genes predicted to be present. CYP102A1 and shc are single genes and so 0 or 1 indicates the absence or presence of that sequence, respectively. 31/42 annotations are displayed here, the annotations for the remaining 11 genomes are included in supplementary, in addition to the metagenome and metatranscriptome annotations (Tables S3, S4 , S7) (b) 46 isolates were tested but 31 isolates are displayed as these are isolates that have genomes and were tested for tolerance. Data from all 46 isolates are provided in Figure S1 .
